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IPs THE SPECIFICATION: 



Please replace Paragraph No. 00055 with the following paragraph: 
The present invention provides purified and isolated polynucleotides (e.g., DNA 
sequences and RNA transcripts, both sense and complementary antisense strands, both 
single- and double-stranded, including splice variants thereof) that encode unknown G 
protein-coupled receptors heretofore termed novel GPCRs, or nGPCRs. Table 1 below 
identifies the SEQ ID NO: of the gene sequence, the SEQ ID NO: of the polypeptide 
encoded thereby, and the U.S. Provisional Application in which the gene sequence has 
been disclosed. 
Table 1 



nGPCR 


Nucleotide 
Sequence 
(SEQ ID NO:) 


Amino acid 
Sequence 
(SEQ ID NO:) 


Originally filed in: 


2037 


1 


2,3 


A. B 



Legend 



A= Ser. No. 60/195,228 



B= Ser. No. 60/251,313 



Please replace Paragraph No. 001 17 with the following paragraph: 

Variant polypeptides include those wherein conservative substitutions 
have been introduced by modification of polynucleotides encoding polypeptides of the 
invention. Amino acids can be classified according to physical properties and 
contribution to secondary and tertiary protein structure. A conservative substitution is 
recognized in the art as a substitution of one amino acid for another amino acid that has 
similar properties. Exemplary conservative substitutions are set out in Table 2 (from WO 
97/09433. page 10, published March 13, 1997 (PCT/GB96/02197, filed 9/6/96), 
immediately below. 

Table 2 
Conservative Substitutions I 
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SIDE CHAIN 
CHARACTERISTIC AMINO ACID 

Aliphatic 

Non-polar G A F 

1 I.V 

Polar - uncharged c s 1 vl 

N Q 

Polar - charged D ^ 

KR 

Aromatic H F w Y 

Other 

Please replace Paragraph No. 001 18 with the following paragraph: 

Alternatively, conservative amino acids can be grouped as described in 
Lehninger, {Biochemistry, Second Edition; Worth Publishers, Inc. NY, NY (1975), pp.71 
77) as set out in Table 3, below. 

Table 3 

Conservative Substitutions II 



SIDE CHAIN 

CHARACTERISTIC AMINO ACID 

Non-polar (hydrophobic) 

A. Aliphatic: A LI VP 

B. Aromatic: F W 

C. Sulfur-containing: M 

D. Borderline: G 
Uncharged-polar 

A. Hydroxyl: STY 

B. Amides: N 0 

C. Sulfhydryl: C 

D. Borderline: (i 
Positively Charged (Basic): K R H 
Neuatively Charged (Acidic): D E 
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Please replace Paragraph No. 001 19 with the following paragraph: 

As still another alternative, exemplary conservative substitutions are set out in 
Table 4, below. 



Table 4 

Conservative Substitutions III 



Original Residue Exemplary Substitution 

Ala (A) VaL Leu, lie 

Arg(R) Lys, Gin. Asn 

Asn (N) Gin, His, Lys, Arg 

Asp(D) Glu 

Cys(C) Ser 

Gln(Q) Asn 

Glu(E) As P 

His (H) Asn. Gin, Lys, Arg 

He (I) Leu, VaL Met. Ala, Phe. 

Leu (L) He, Val, Met, Ala. Phe 

Lvs fK) Arg, Gin. Asn 
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Vlet(M) I^u, Phe. lie 

[>he (!•) Leu. Val. He. Ala 

Pro(P) G1 Y 

Ser(S) Thr 

Thr(T) Ser 

[ rp { W ) Tvi 

Tyr(Y) Tip, Phe, Thr, Ser 

Val (V) He, Leu, Met, Phe, Ala 



Please replace Paragraph No. 00236 with the following paragraph: 

The following Table 5 contains the sequences of the polynucleotides and 
polypeptides of the invention. The transmembrane domains within the polypeptide 
sequence are identified by underlining. 



Table 5 



The" following DNA sequence nGPCR-2037 <SEQ ID NO. 1> was identified in //. sapiens: 

: " :p^Qr;::—z^:r- "cc cc:' 

.. ; ^. v ^ r c : n - r; - - ccr;T AC CTGCCCTC C GAT T C C C AGG AC T GGAGAAC CAT ■ A ^ C ! - C G 

; ;.;-;rTGTCTGC CTGGTGGGCTTCGTGGGAAACCTGTGTGTGATTGG^ATCCTCC 
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'';gcccggccccaccacaagc;tttcatagcc:ctgtctcaag , :' / "^:7 ;atg a:g 77 C 

AT r G G. T C C AG C AAAT C C T C T CAT TT7TC7TGT GAT G T C G G AAG/ iGT T C AG G G AA ' G ' T 7 G AAJ-.G 
GT G T ATGG AAATGGAT GAT AACCAAAAAAOC T CC AACT GTCTCA 3AGTCTCAGGAAAC A r 'C AGC 
TGGCAT^CTCAGAGGGTCTTCCTGACAAGGTTCCATCTOCAGAAT 3CCCAGCATCCA7ACCAGAA 
i.Zu^^L-':?- & G77f~7AGC777CC IT 3GTCTGGCA/773GGAAAACTGA33773GCAGAGATT^CCATCC 

;. a r AAA/"T G T GAT TAT T G T A T T TAG T 7 G 7 AC 1 T G C T G C T T AT C AAT AT T G ^ ' " 1 G A r ~ n T T .AG AA 
AC7'GA7ATA7-TTATTATCATTAGGAATTATA7777ATAT TTCACAATCTACA/777'7 7~'7AAATG7G 
CAJ-TGTGGTAAGTAGAG^ 

CA;,A7AATTTAAGTGTTGTGTAAAGATGTTGGTGTCAAAGTGATTAGACAGCCTGGC7ATTCTG 
Tr-i^TT G T T 7 AC AG T G G T T T T A C T G G G T A C C C C C T AG ( 3 A 1 3 C AG C C 7 C G T AG T G G A. C C G G C T G G A 
:';r--r-r7,-TAGAGGTTCTGTCAAAG(:TGAGCCCCTTTAC :TTCAGTTTCACCCAGGACCTGCTA 
G 7 '7 7 AA7 7 7 7 AC 7 7 AG T AAAT 7 G T A T T T C AC AT AAC ! " AAAGC T C AAAAT C T AC 7 T T 7 AC 7 7 G A 
GAT T T T T AA r AC AT T AAT G AT AAAT T T T AAT G C G T T C T T 7 AT T T AC T T AAT AAG T r ; 7 T AC T T T A 
r ' " ^ r : a t G AAAA G T C C G T A T C AT AA T G T T C A T G A C T G AAG G T C AAA 3AAAAAGA/iACAGCACCTT 
AT 1 T C '"AAT T C T G G A ; " T C AT T T C AAG 3 C AT G G 7 T 3 G T T 3 T G G C C AA 3 T T T 377717777 F 7 7 A77v7 7 
7A7^A77AAAGCCTGCTTCAGTGAACrTTTT7^GCTA:CTGAATGAGTCTTCAGTT777AAG7C 
T A773 AAT TGTAGCAGCT T T CCAAT G AC ATT C AG T AGTC TG ATATG 3GGGAAJ7AA77AA77777uC77A 



The following amino acid sequences <SEQ ID NOS. 2 and 3> are predicted amino acid sequences derived 
from the DNA sequence of SEQ ID NO. 1 : 



v- ;.:.;.v^-':^;:n;;%^r/rFAHLHFAGGYLP:;L:7P7WRT 1 1 P ALLVAVCLVGFVGNLCVIGILLH : 3,y;7 ;?" 77 
T LiLNLSI^LSLLLFSAPIRATAv. ?7 • VG ; • ? ' 3 7W FIHTCMAAKS LTIVWAKVCFMYA7 7 1 A 
,- , :;;yTIWSVLVAIWTVASLLPL77W77. A! :7i7 777 777 A 77777:73 7 LYPLLAFGLPLF 

M,SOVI^SISSANPLIFL^^ 
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: . Aiii.ii: a : 77.; . : . . : /.. : - : : : : allvavclvgfvgnlcvigillh::;-:/;?' ;?g ;i, lilnlsladl 

S LLLFS AP I RATA Y 7 K G 7 W 7 7GW F 7 7 K 7 Y 7; W F I H T CMAAKS L T I VWAKVC FMY A 7 7 F ■ A7 : ' 7 I 7 : ; YTIWSV 
LVAIWTVASLLPL PEWFF7 7 1 P. H H F. G V E M C L 7 7 Y r F- A 7 A E E F M 3 M F G K L Y P L LAFGL P L F FAS FY FW P A Y 7 7/ ' 
m 7;>t--:^^-- Y'LLS IAI ISALLWLPEWVAWLWVW: : . LKAAG PAP P Q G F I AL S Q VLMF S I SSA 

i ' " 

| NPLI FL77; 3 E E r ?, E G LKGV W KWM I T KK P PT V 3 E S QE T P AGt J C E G L P D KV P S P E S PA.:" ... 7::7"F7 r 7 7P7 37YG 
1 77E7;,F:P:7777EGFWnE77T7P37QD7D7IPWEHE7GE7GEG7E 
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